Supplementary Figure 7
The bacterial classification at the genus level using Metrichor base-caller and 
Supplementary Figure 8
Shotgun sequencing for pleural effusion sample DNA was performed according to the manufacture's protocol (Thermo Fisher Scientific, MA, USA). Briefly, 100 ng of DNA was fragmented using Covaris sonicator (Covaris, MA, USA) and was then subjected to library preparation using a fragmentation kit (Thermo Fisher Scientific, MA, USA). Adapter-ligated DNA fragment was size-selected using eGel (Thermo Fisher Scientific, MA, USA). We obtained total read number of 80115. Among then, 300 bacterial read was included as most of the reads are from human DNA.
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